Key indicators: single-crystal X-ray study; T = 150 K; mean (C-C) = 0.002 Å; R factor = 0.043; wR factor = 0.119; data-to-parameter ratio = 19.1.
In the title compound, C 24 H 21 N 3 S, the thiazole ring makes dihedral angles of 52.03 (6), 62.63 (6) and 12.35 (6) , respectively, with the two phenyl rings and the benzene ring. In the crystal, weak C-HÁ Á Á interactions occur between inversionrelated molecules.
Related literature
For the syntheses and bioactivity of thiazole-containing compounds, see: Siddiqui et al. (2009) ; Ramla et al. (2006) ; Popsavin et al. (2007) ; Kumar et al. (2007) ; Pandeya et al. (1999) ; Narayana et al. (2004) ; Shiradkar et al. (2007) ; Amin et al. (2008) ; Shih & Ying (2004) ; Andreani et al. (1987) .
Experimental
Crystal data C 24 H 21 N 3 S M r = 383.51 Triclinic, P1 a = 7.9370 (8) Å b = 10.7587 (11) Å c = 11.9325 (13) Å = 94.922 (2) = 97.436 (2) = 95.383 (2) V = 1000.95 (18) Å 3 Z = 2 Mo K radiation = 0.18 mm À1 T = 150 K 0.30 Â 0.15 Â 0.12 mm
Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2013) T min = 0.83, T max = 0.98 17908 measured reflections 4870 independent reflections 4287 reflections with I > 2(I) R int = 0.034 Refinement R[F 2 > 2(F 2 )] = 0.043 wR(F 2 ) = 0.119 S = 1.06 4870 reflections 255 parameters H-atom parameters constrained Á max = 0.33 e Å À3 Á min = À0.30 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg4 is the centroid of the C18-C23 ring. Symmetry codes: (i) Àx þ 1; Ày þ 1; Àz þ 1; (ii) Àx þ 2; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2013) ; cell refinement: SAINT (Bruker, 2013) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg & Putz, 2012) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and PLATON (Spek, 2009 (Ramla et al., 2006; Popsavin et al., 2007; Kumar et al., 2007; Pandeya et al., 1999; Narayana et al., 2004; Shiradkar et al., 2007; Amin et al., 2008; Shih & Ying, 2004; Andreani et al., 1987) . In addition, thiazole compounds have not only found in natural molecules such as Thiamin (vitamin B1) but also have been found in many drugs such as Abafungin (antifungal drug), Bleomycine and Tiazofurin (antineoplastic drug), Ritonavir (antiretroviral drug) and Sulfathiazol (antimicrobial drug) (Siddiqui et al., 2009 ).
In the title compound (I), (Fig. 1) , the (S1/N1/C1-C3) thiazole ring is essentially planar with a maximum deviation of -0.006 (1) Å for C2. The dihedral angles between the thiazole ring, and the phenyl rings (C4-C9 and C10-C15) and the benzene ring (C18-C23) are 52.03 (6), 62.63 (6) and 12.35 (6)°, respectively.
In the crystal structure, the title molecules pack in a layer structure with the layers approximately parallel to [101] and held together by a combination of C-H···S hydrogen bonds (Table 1 and 
Computing details
Data collection: APEX2 (Bruker, 2013) ; cell refinement: SAINT (Bruker, 2013) ; data reduction: SAINT (Bruker, 2013) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg & Putz, 2012) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and PLATON (Spek, 2009) .
Figure 1
Perspective view of the title compound with 50% probability displacement ellipsoids. 
Special details
Experimental. The diffraction data were obtained from 3 sets of 400 frames, each of width 0.5° in ω, colllected at φ = 0.00, 90.00 and 180.00° and 2 sets of 800 frames, each of width 0.45° in φ, collected at ω = -30.00 and 210.00°. The scan time was 20 sec/frame. Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.39566 (4) 0.41513 ( (7) 0.0258 (6) −0.0018 (5) 0.0006 (5) 0.0007 (5) C12 0.0333 (7) 0.0338 (7) 0.0369 (7) −0.0064 (5) −0.0017 (6) 0.0071 (6) C13 0.0401 (8) 0.0297 (7) 0.0491 (9) −0.0065 (6) −0.0044 (6) −0.0044 (6) C14 0.0436 (8) 0.0439 (9) 0.0404 (8) −0.0039 (7) 0.0045 (6) −0.0158 (6) C15 0.0331 (7) 0.0413 (8) 0.0306 (7) −0.0064 (6) 0.0059 (5) −0.0057 (6) C16 0.0362 (7) 0.0374 (7) 0.0252 (6) −0.0020 (6) 0.0002 (5) 0.0017 (5) C17 0.0236 (5) 0.0349 (7) 0.0240 (6) −0.0047 (5) 0.0021 (4) 0.0024 (5) C18 0.0235 (6) 0.0380 (7) 0.0225 (6) −0.0024 (5) 0.0041 (5) 0.0035 (5) C19 0.0313 (6) 0.0379 (7) 0.0248 (6) −0.0064 (5) 0.0009 (5) 0.0030 (5) 
